Our paper demonstrated that spread of ubiquitylation at chromatin following DNA damage is limited by the proteins TRIP12 and UBR5. In Figure 2C , we presented evidence in support of this by carrying out immunofluorescence on damaged cells treated with siRNAs targeted to TRIP12 and UBR5 mRNAs. We have realized that the upper-left image of Figure 2C contains an inadvertent error. Instead of portraying cells stained for RNF168, the E3 ligase, we portrayed cells stained for RNF168's enzymatic product, conjugated ubiquitin. This image showed the expected phenotype (small foci of modified chromatin) but did not merge with the corresponding fields of cells stained for 53BP1 and DNA (DAPI). This has now been corrected by replacing the upper-left image (green channel) by a field of cells from the same experiment stained directly for the RNF168 protein. Although this error does not affect any of the conclusions or interpretation of these data (RNF168 accumulation and ubiquitylation of its targets are coupled and are cytologically very similar), we apologize for any confusion it might have caused. The corrected figure appears below.
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